Data S1. Protein target identification via liquid chromatography (LC)/mass spectrometry (MS) analysis of Ubc9 NSCs and WT NSCs after global SUMO-1 immunoprecipitations (IPs).
Related to Figure 1D -E.
Data S2. Differential expression analysis for microarray experiment.
Data from the following comparisons are shown: Ubc9_NSCs_vs_WT_NSCs, Ubc9_Diff_vs_WT_Diff, WT_NSC_OGD_vs_CTRL, WT_Diff_OGD_vs_CTRL, Ubc9_NSCs_OGD_vs_CTRL, Ubc9_Diff_OGD_vs_CTRL, Ubc9_NSC_OGD_vs_WT_NSCs_OGD, Ubc9_Diff_OGD_vs_WT_Diff_OGD/ (CTRL: control, i.e. same cell line without OGD/ROG). Related to Figure 1F -H, 2A-C, S2.
Data S3. Interaction analysis between treatment and genotype for microarray data.
